originally designed to identify infl uenza and relied on fever for specimen collection. Our retrospective selection criteria refl ected the classic initial manifestations of infl uenza (1, 4) , and thus could have missed nonfebrile cases. Second, the study was not designed to refl ect age distribution of children with respiratory infection, but rather those with fever and who had adequate amounts of available sera. This feature potentially biases toward older children. Third, data describe only 1 year, and patterns of illness may differ in other years. Fourth, acute infection was determined by serologic analysis. Previous studies in Bangladesh reported nutrition-related impaired immune responsiveness (10) . Thus, some infl uenza-infected children who showed a nondetectable immune response may not have been included.
These fi ndings indicate that infl uenza and other respiratory viruses contribute to pediatric febrile illness in urban Bangladesh. They also justify prospective surveillance to better defi ne epidemiology and clinical fi ndings associated with these viruses. Ticks were identifi ed by using taxonomic keys (3) and kept in 70% ethanol before being tested. DNA of each tick was extracted, and rickettsial DNA was detected by PCR that used primers Rp.877p and Rp.1258r, which amplify a 396-bp fragment of the citrate synthase gene (gltA) of rickettsia, as described (4 One specimen of Ha. punctaleachi from Uganda and 1 A. lepidum from Djibouti, as well as positive controls, were positive according to PCR using both primer pairs. No signal was obtained from negative controls. The sequence of a 474-bp fragment of ompA obtained from Ha. punctaleachi showed 99.8% (473/474) similarity with R. conorii (GenBank accession no. AY346453); those of a 340-bp segment of gltA showed 100% similarity with that of R. conorii (AE008677). The sequences of a 517-bp segment of ompA and a 341-bp segment of gltA amplifi ed from A. lepidum showed 100% similarity to the corresponding sequences of R. africae (U83436 and U59733, respectively).
To our knowledge, this is the fi rst detection of R. conorii, the agent of Mediterranean spotted fever, in Uganda. Although the main vector of this rickettsia is Rh. sanguineus, the few ticks of this species we tested were negative (1) . It is also the fi rst detection of R. conorii in Ha. punctaleachi, although it has been detected in the closely related Ha. leachi in Zimbabwe (5) . Ha. punctaleachi prefers warm and humid conditions but can exist wherever rodent hosts for its immature stages and canine hosts for its adult stages are present (6) . Adults are found throughout the year; peak numbers occur either from winter to early summer or from spring to late summer (7) . Although the detection of R. conorii in Ha. punctaleachi does not mean that this tick is an effi cient vector (8) , clinicians in Uganda should be aware of the presence of Mediterranean spotted fever in their country. This is also, to our knowledge, the fi rst detection of R. africae, the agent of African tick bite fever, in Djibouti. R. africae was also detected in 1 A. lepidum collected in Sudan (4), but it is more frequently detected in A. variegatum and A. hebraeum with high infection rates throughout subSaharan Africa (7). A. lepidum, which coexists with A. variegatum in limited locations, is chiefl y a cattle parasite. It will also attach to smaller domestic animals and a few wild herbivores, but it attacks humans less frequently than A. variegatum or A. hebraeum. A. lepidum occurs in a variety of climatic regions but most commonly inhabits semiarid regions in eastern Africa. The cattle in our study had been imported from Ethiopia, and the ticks may have infested these animals before their arrival in Djibouti. Indeed, in 1973 Burgdorfer obtained an isolate from A. variegatum in Ethiopia, which was thereafter shown to be indistinguishable from the rickettsia described as R. africae (7, 9) . Again, clinicians should be aware of the presence of R. africae in Djibouti and that it could affect their patients, both local and international, including French and American soldiers based in this country (10) .
Because we did not do systematic sampling, our results cannot address the prevalence and distribution of R. conorii and R. africae in Uganda and Djibouti, respectively. However, healthcare workers who treat persons who live in or have traveled to these countries should be alert for spotted fever group rickettsial infections in their patients (1) .
